Supplementary material: T Ta ab bl le e 1 1( (a a) ): : V VA AD DA AR R s st ta at ti is st ti ic cs s r re ep po or rt t. . S Se ec co on nd da ar ry y e el le em me en nt ts s d de et ta ai il ls s w wi it th h h hb bo on nd d s st ta at ti is st ti ic cs s* * VADAR STATS Using atomic radii from Shrake Hydrogen Bonds (hbonds)
PROSESS
Radius gyration score Good 1.88 Scaled difference between the expected radius of gyration and the observed one. The expected radius of gyration is determined using: Rg = 0.395*N**0.6 + 7.257.
GeNMR
Percentage of packing defects Good 1.21 This is the percentage of residues with fractional residue volumes greater than 1.20 or less than 0.80.
Packing defects indicate the presence of cavities or compressions that are not natural.
Vadar
Percentage of packing defects Good 1.21 This is the percentage of residues with fractional residue volumes greater than 1.20 or less than 0.80. Packing defects indicate the presence of cavities or compressions that are not natural.

Percentage of bad bond length
Good -0.33 This parameter is calculated as the number of bond angles (divided by the total number of bond angles in the polypeptde) that exceed, by more than 5 standard deviations, the typical bond angles seen in high resolution, high quality structures. 
MolProbity
